Supplementary Figure S1
Pairwise comparisons. Histogram of pairwise single nucleotide differences between strains in the "1001 Genomes" panel. The panel above is zoomed in for x-axis range from zero to eight thousand pairwise differences.
Supplementary Figure S2
The fraction of heterozygous SNPs in samples that do not unambiguously match to any strain (red) are comparable to other samples. F2 individuals (orange) have a much higher fraction of heterozygous calls when their coverage is good.
Supplementary Figure S3
Number of samples ambiguously identified by SNPmatch given random subsets of SNPs from the Medicago truncatula "HapMap" project (Mt 4.0 based). SNPmatch readily identified correct genotypes with only a few thousand random SNP markers.
Supplementary Table S1
Genotyping results using SNPmatch after subsetting specific number of reads from published "1001 Genomes" raw data. 
Number

Supplementary Table S3
List of strains in "1001 genomes" panel which needed attention. We identified the correct origin for some of the strains (colored in orange) and the correct seeds will be replaced. 
